DNA content using flow cytometry. Cell survival was measured by the colony formation assay.
Results: Sixty-one annotated genes showed a significant change in expression (p < 10 11q23, 11q13, 13q14, 17p13, t(4;14) and t(11;14) .
Expression data were gcrma-normalised and nearest-shrunken-centroids applied to cross-validate a predictor on the training-group. Log-rank test and Cox-proportional-hazard-model 34 E J C S U P P L E M E N T S 4 ( 2 0 0 6 ) 2 7 -5 3 were used. EFS was analysed for 100 patients treated with highdose-chemotherapy.
Results: Gene-expression and iFISH allow a molecular classifica- Results: Thus 2228 probe sets have been used as a starting pool.
Discriminating probe set combinations have been identified in a training data set and checked using a non-overlapping test set.
Probe sets classifying correctly in more than 99% could be identified for tumor vs. normal tissue distinction and for UICC I/II vs.
III/IV distinction in the training set. In non-overlapping test-set tumor/normal classifier performed well (90%), whereas UICC classifier only reached 60% performance. E J C S U P P L E M E N T S 4 ( 2 0 0 6 ) 2 7 -5 3
